8
sequences obtained were deposited in the GenBank database (accession numbers: XXX-XXX [to be 1 1 9 populated upon acceptance]). Sequences diversity and divergence patterns among sequences were 1 2 0 evaluated using DIVEIN (Deng et al., 2010) . Nuclear heterozygous sequences were phased using PHASE 1 2 1 2.1 (Stephens et al., 2003) with the default options, whereas the occurrence of recombination was 1 2 2 assessed using the pairwise homoplasy index (PHI statistic, Bruen et al., 2006) 
2 4
The best-fit model of sequence evolution was selected for each analysed gene fragment among 
4 7
Since phylogenetic trees inferred by means of ML and BI methods yielded fully congruent tree 1 4 8 topologies, only results based on BI will be presented here (ML trees available upon request). As shown 1 4 9
in Figure 1 , for all the genetic markers analysed, tree topologies clearly identified samples belonging to groups at all the markers analysed (see Table 2 ). The highest value of divergence estimated between both 1 5 4 groups (HKY = 0.044; p-distance = 0.043) was observed at mtDNA gene fragment (CYTB). 
6 5 7
Our results clearly show that D. n. aspromontis is an independent evolutionary unit, 1 6 6 monophyletic at all the markers analysed, and deeply divergent at the mtDNA from geographically the 1 6 7 closest population in north-eastern Italy (HKY=0.044). These results seem to contradict with data from 1 6 8 Filippucci et al. (1995) , in which a rather low level of allozymic differentiation (D=0.03) was suggested.
6 9
Nevertheless, while some discordance in terms of genetic diversity and differentiation patterns would not 1 7 0 be surprising (Toews and Brelsford, 2012) , a direct comparison between the two divergence estimates 1 7 1 would be hardly meaningful. Indeed, given the fully allopatric distribution of the two lineages, a 1 7 2 discussion of the possible discordance could only be based on a comparison of genetic distance metrics 1 7 3 derived from distinct methodological approaches. Nonetheless, it is worth noting that while Filippucci 1 7 4
and colleagues (1995) did not identify a single allozymic locus of fully diagnostic value between the 1 7 5 subspecies, our results indicated a perfect reciprocal monophyly at the three nuclear loci studied, thus 1 7 6
suggesting a lack of power resolution of the allozymic loci used by Filippucci and colleagues (1995).
7 7
During the data analysis, we refrained from using mtDNA for a molecular dating exercise 
9 4
Our results have major implications for forest dormouse conservation in southern Italy. In fact, 1 9 5 our results definitely identify this lineage as a unique evolutionarily significant unit (ESU, sensu Moritz, 1 9 6 8 1994), endemic to this geographic area and, to the state of knowledge, fragmented into three geographic 1 9 7 isolates restricted to mountain tops above 1000 m a.s.l. in the Aspromonte, Sila, and Pollino mountain 1 9 8 massifs. Further research is needed to assess the demographic consistency and patterns of genetic 1 9 9 diversity of these isolates, and to better define the most appropriate management strategy of this narrow 2 0 0 endemic lineage.
0 1
Finally, our results could also have a major taxonomic implication that might be critical for 2 0 2 conservation and management, since priorities in conservation strategies are defined based on species Italian treefrog Hyla intermedia: lack of concordance between mitochondrial and nuclear markers.
